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virulence in K. pneumoniae.
Methods: In-frame deletion mutagenesis was used to generate the deletions
of the acrB, tolC and the potential regulator genes of the AcrAB-TolC (acrR,
ramR, marR, soxR and rob) in K. pneumoniae strains HK1269S and NVT2001S,
which belong to capsular serotype K1 and K2, respectively. The gene expres-
sion levels and antibiotic susceptibility was determined, while the virulence
was assessed by in vitro and in vivo studies.
Results: In both of the two K. pneumoniae strains, the deletion of acrR,
marR, soxR or rob showed slight effects on the expression levels of acrB,
tolC and ramA, while the deletion of ramR significantly increased these ex-
pressions. Compared to their parental strains, the DramR strains showed a
significant (4-fold) increase in the MICs of multiple antibiotics, and the
DacrB and DtolC strains exhibited a significant (4-fold) decrease, while
no significant differences were found in the DacrR, DmarR, DsoxR and
Drob strains. Compared with the serum-resistance strain NVT2001S, its
DramR strain became susceptible to serum, and w5.7- and w11.7-fold
smaller survival rates (P<0.05) in serum were found in its DacrB and DtolC
strains, respectively. The deletion of ramR also caused a w8.7-fold smaller
survival rate (P<0.05) in serum in the serum-susceptible strain HK1269S. In a
mouse peritonitis model, the DacrB strains showed no change in virulence,
while and DramR and DtolC strains presented significantly (P<0.05) lower
virulence.
Conclusions: The AcrAB-TolC efflux pump in K. pneumoniae is mainly regu-
lated by the ramR and ramA genes. The ramR deletion in K. pneumoniae
confers the overexpression of AcrAB-TolC and results in the antibiotic-resis-
tance increase and virulence reduction at the same time.PS 2-483
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Purpose: Multidrug-resistant Acinetobacter baumannii (MDRAB) is one of the
most uncontrollable Gram-negative bacteria among health care associated
infections due to the complexity of Multidrug-resistant mechanism, resulting
in severe infections even cluster. Therefore, more attention should be paid
on the trend of MDRAB.
Methods: The statistic data of antibiotic susceptibility of the gram-negative
bacteria and antibiotic susceptibility of isolated strain (IS) and healthcare-
associated infection strain (HAIS) were collected from the Medical Informa-
tion System of the hospital from 2009-2013, in which the susceptibility test
results of 2408 IS and 127 HAIS were analyzed.
Results: The results were listed in Table 1, the trend of Unasyn- and Bac-
trium-resistant IS were obviously increasing year by year; in HAIS, suscepti-
bility of all categories of antibiotics seemed raised from 2009 to 2012, and
almost all drug-resistant AB strains were over 90% in 2012, except Tigecy-
cline. The main site of HAI was respiratory tract infection: 80%(32/40);
and highest HAI rate was in Medical Ward: 35%(14/40), in which most pa-
tients originally from long-care facilities, indicating MDRAB is also a serious
problem in long-care facilities.Table 1 The trend of Acinetobacter baumannii isolated strain and
healthcare associated infection strain from 2009-2013.Conclusions: Along with the promotion of hand hygiene, Bundle care inter-
vention and Antibiotic stewardship program by CDC, we found both the drug-
resistant AB IS and HAIS decreased in 2013 after reviewed the trend of drug-resistance analysis for the past 5 years, demonstrating that it did improve
the current situation through implementation of infection control measures.PS 2-484
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Purpose: A variety of proteins have been studied as putative virulence fac-
tors, and shown to be involved in adhesion to and invasion of host cells, iron
availability, toxic effects on host cells, or protecting against the host’s im-
mune system. This study aim to know if specific sequence type (ST) and viru-
lence factors were associated with different outcome in ESBL-producing E.
coli bloodstream infection.
Methods: The study consisted 121 adult ESBL-producing E. coli bloodstream
infection in a teaching hospital in southern Taiwan during a 6-year study
period. Demographic data, including infection syndromes, underlying dis-
ease and outcome were collected. Virulence factor gene were detected
by PCR method. MLST was also performed in these isolates.
Results: In virulence genes analysis, iha, hlyD, sat, iut, fyu, malX, ompT, usp
and traT were positive associated with ST131 (P<0.05). And some virulence
genes were associated with specific infection syndrome such as urinary tract
infection. ST405, virulence gene iroN and iss were associated with higher
day30 mortality in univariate analysis than other sequence types and viru-
lence genes (P<0.05). However, in multivariate analysis by logistic regres-
sion, no specific virulence gene was correlated with higher day 30
mortality after adjusting comorbidity.
Conclusions: In adult ESBL bloodstream infection, some specific virulent
genes were linked to specific ST and infection syndromes. Underlying comor-
bidity, but not single virulence gene was correlated with high mortality.PS 2-485
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Purpose: Cellulitis is a common cause of hospitalization. However, the
epidemiology and microbiology of cellulitis in hospitalized Taiwanese adult
in the era of CA-MRSA are lacking.
Methods: We conducted this retrospective cohort of hospitalized adult
whose ICD-9- CM codes met 528.3, 608.4, 681.00-681.9 and 682.0-682.9
from January 2013 to December 2013 at Kaohsiung Veterans General Hospital
(KVGH). Exclusion criteria were patients aged & 20 and those whose diag-
nosis were not cellulitis after chart review. The enrolled cases were further
divided into non-purulent and purulent groups. We then compared these two
groups in demographic characteristics, underlying diseases, clinical manifes-
tations, laboratory findings, diagnostic tools performed, final pathogen diag-
nosis and outcomes.
Results: Of the 465 cases enrolled, the non-purulent group (nZ369) was
significantly different from the purulent group (nZ96) in age ( 64 v.s. 56,
pZ0.001), presence of concomitant wound ( 22.8% v.s. 44.9%, p<0.001),
involvement of low limb ( 82.4% v.s. 62.5%, p<0.001), recurrence within 6-
months of observation after discharge ( 14.6% v.s. 3.1%, pZ0.001 ), and
length of admission and antimicrobial therapy ( 8 v.s. 11, pZ0.001; 13 v.s.
17, pZ0.003, respectively). In the non-purulent group, the etiologic agent
was determined in 35.5% cases, with beta-hemolytic streptococcus being
the predominant pathogen (24.9%); while in the purulent group, 83.3% cases
